
logo MKRRKMLNVPKGGSYDGMKGFTI IVEFLVAGLMLSMVIVL IMAVGVSSYFTSRKLNDAANERLAEIQQDLRNAATL IVRDARMAGSFG
NTDB id 231631 CCD85 RS03085 WP 149488390.1 MRRKMLNVPKGSYDGMKGFTIIEFLVAGMLSMIVLMAVGSSYFTSRKLNDAANERLAIQQDLRNAATLIVRDARMAGSFG 80
NTDB id 1138 NGFG RS02430 WP 003694978.1 MKRKMLNVPKGGYDGMKGFTIVEFLVAGLLSVIVLIAVVSSYFTSRKLNDAANERLAEQQDLRNAATLIVRDARMAGSFG 80
consensus !*!!!!!!!!! !!!!!!!!!*!!!!!!*!!*!!!*!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo CFNMSEHI EGNQDVVFSDNVATQKDNASLFSLKRNSTNSTNKL IP IATESPSNIGNYQGNFFIQRVLSNSAL I FQYGIDDVDNASADTTVVSSCAA
NTDB id 231631 CCD85 RS03085 WP 149488390.1 CFNMSEHIEQDVVSDVTQKDSLFSLKRNS...TNKLIPIAESSNIGYQGFIQRLNALIFQYGIDDVNASADTTVVSSCAA 157
NTDB id 1138 NGFG RS02430 WP 003694978.1 CFNMSEHIGNDVVFNVAQKNALFSLKRNSTNSTNKLIPITESPNINYQNFFQVSSALIFQYGIDDVDASADTTVVSSCAA 160
consensus !!!!!!!! *!!! ! !! !!!!!!!!***!!!!!!! !!*!! !! ! ! !!!!!!!!!!! !!!!!!!!!!!!!

logo I SKPGKQI LPNTLEDNAVKKELKIQVNSQSDKEQRNGNIARQRHVVNAYAVGKR IAGEEGLFRFQLDNDEKGEKWGNPQLLAVKKI
V
K
N
K
RMDRI

VRY
NTDB id 231631 CCD85 RS03085 WP 149488390.1 ISKPGKQILNLEDVKKELKIVSQDKERNGNIARQRHVVNAYAVGRIAGEEGLFRFQLNEKGEWGNPQLLVKKINKMDIRY 237
NTDB id 1138 NGFG RS02430 WP 003694978.1 ISKPGKQIPTLENAKKELKIQNSDKEQNGNIARQRHVVNAYAVGKIAGEEGLFRFQLDDKGKWGNPQLLAKKVKRMRVRY 240
consensus !!!!!!!!* !! !!!!!! !!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!! *!! !!!!!!! !!* *! *!!

logo IYVSGCPEDDEDAGKEEQTFKRYTDKFDNSAQDASVTPAGVEVLLDSSGSTDATKIAASSDNHI IYAYR IDNATIRGGNVCANRTL
NTDB id 231631 CCD85 RS03085 WP 149488390.1 IYVSGCPEDDDAGKEETFRYTDKFNSAQDAVTPAGVEVLLSSGTDTKIAASSDNHIYAYRIDATIRGGNVCANRTL 313
NTDB id 1138 NGFG RS02430 WP 003694978.1 IYVSGCPEDEDAGKEEQFKYTDKFDS...SVTPAGVEVLLDSGSDAKIAASSDNIIYAYRINATIRGGNVCANRTL 313
consensus !!!!!!!!!*!!!!!! !*!!!!! !*** !!!!!!!!!! !!*! !!!!!!!!*!!!!!! !!!!!!!!!!!!!!
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